netClass: an R-package for network based, integrative biomarker signature discovery.
In the past years, there has been a growing interest in methods that incorporate network information into classification algorithms for biomarker signature discovery in personalized medicine. The general hope is that this way the typical low reproducibility of signatures, together with the difficulty to link them to biological knowledge, can be addressed. Complementary to these efforts, there is an increasing interest in integrating different data entities (e.g. gene and miRNA expressions) into comprehensive models. To our knowledge, R-package netClass is the first software that addresses both, network and data integration. Besides several published approaches for network integration, it specifically contains our recently published STSVM method, which allows for additional integration of gene and miRNA expression data into one predictive classifier.